SEQUENCE LISTING 



<110> UEMURA, Hidetoshi 
OKUI, Akira 
KOMINAMI, Katsuya 
YAMAGUCH I , No zomi 
MITSUI, Shinichi 

<120> NOVEL SERINE PROTEASE BSSP4 

<130> UEMURA=6 

<140> 09/856,298 
<141> 2001-05-21 

<150> JP 10/347813 
<151> 1998-11-20 

<150> PCT/JP9 9/0 64 72 
<151> 1999-11-19 

<160> 52 

<170> PatentIn version 3.1 

<210> 1 

<211> 1282 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4) . . (954) 

<223> 



<220> 

<221> mat_peptide 

<222> (151) . . () 
<223> 



<400> 1 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 48 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 

-45 -40 -35 

ggc acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 96 

Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn 

-30 -25 -20 

gcg gcc agg ata cet gtt ccc cca gcc tgt ggg aag ccc cag cag ctg 14 4 

Ala Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 

-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gac age gag tgg ccc tgg 192 

Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 

-11 5 10 

ate gtg age ate cag aag aat ggg ace cac cac tgc gca ggt tct ctg 240 

lie Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 




15 20 25 30 

etc acc age egc tgg gtg ate act get gee eac tgt tte aag gac aac 288 
Leu Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Asn 
35 40 45 

ctg aac aaa cca tac ctg ttc tct gtg ctg ctg ggg gee tgg cag ctg 336 
Leu Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu 
50 55 60 



ggg aac cct ggc tct egg tec cag aag gtg ggt gtt gee tgg gtg gag 
Gly Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu 
65 70 - 75 



384 



ccc eac cct gtg tat tee tgg aag gaa ggt gcc tgt gca gac att gee 432 
Pro His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp lie Ala 
80 85 90 

ctg gtg cgt etc gag cge tee ata cag ttc tea gag egg gtc ctg ccc 480 
Leu Val Arg Leu Glu Arg Ser lie Gin Phe Ser Glu Arg Val Leu Pro 
95 100 105 110 

ate tge eta cct gat gee tct ate cac etc cct eea aac ace eac tgc 528 
lie Cys Leu Pro Asp Ala Ser lie His Leu Pro Pro Asn Thr His Cys 
115 120 125 

tgg ate tea ggc tgg ggg age ate caa gat gga gtt ccc ttg ccc cac 576 
Trp lie Ser Gly Trp Gly Ser lie Gin Asp Gly Val Pro Leu Pro His 
130 135 140 

cct cag ace ctg cag aag ctg aag gtt cct ate ate gac teg gaa gtc 624 
Pro Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser Glu Val 
145 150 155 

tgc age eat ctg tac tgg egg gga gca gga cag gga ccc ate act gag 672 
Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro lie Thr Glu 
160 165 170 

gac atg ctg tgt gee ggc tac ttg gag ggg gag egg gat get tgt ctg 720 
Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu 
175 180 185 190 

ggc gac tec ggg ggc ccc etc atg tgc cag gtg gac ggc gcc tgg ctg 768 
Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp Leu 
195 200 205 

ctg gee ggc ate ate age tgg ggc gag ggc tgt gee gag egc aac agg 816 
Leu Ala Gly lie lie Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 
210 215 220 

ccc ggg gtc tac ate age etc tct geg cac egc tec tgg gtg gag aag 864 
Pro Gly Val Tyr lie Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys 
225 230 235 

ate gtg caa ggg gtg cag etc egc ggg egc 'get cag ggg ggt ggg gcc 912 
lie Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala 
240 245 250 

etc agg gca ceg age cag ggc tct ggg gee gee geg egc tec 954 
Leu Arg Ala Pro Ser Gin Gly Ser Gly Ala Ala Ala Arg Ser 
255 260 265 



2 




tagggcgcag cgggacgcgg ggctcggatc tgaaaggcgg ccagatccac atctggatct 1014 

ggatctgcgg cggcctcggg cggtttcccc cgccgtaaat aggctcatct acctctacct 1074 

ctgggggccc ggacggctgc tgcggaaagg aaaccccctc cccgacccgc ccgacggcct 1134 

caggccccgc cctccaaggc atcaggcccc gcccaacggc ctcatgtccc cgcccccacg 1194 

acttccggcc ccgcccccgg gccccagcgc ttttgtgtat ataaatgtta atgattttta 1254 

taggtatttg taaccctgcc cacatatc 1282 

<210> 2 

<211> 317 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala 
-30 -25 -20 

Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 

Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie 
-11 5 10 15 

Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 
20 25 30 

Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu 
35 40 45 

Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly 
50 55 60 

Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu Pro 
65 70 75 

His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp lie Ala Leu 
80 85 90 95 

Val Arg Leu Glu Arg Ser lie Gin Phe Ser Glu Arg Val Leu Pro lie 
100 105 110 



3 



Cys Leu Pro Asp Ala Ser lie His Leu Pro Pro Asn Thr His Cys Trp 
115 120 125 



lie Ser Giy Trp Gly Ser lie Gin Asp Gly Val Pro Leu Pro His Pro 
130 135 140 



Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser Glu Val Cys 
145 150 155 



Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro lie Thr Glu Asp 
160 165 170 175 



Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Gly 
180 185 190 



Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp Leu Leu 
195 200 205 



Ala Gly lie lie Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg Pro 
210 215 220 



Gly Val Tyr lie Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys lie 
225 230 235 



Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala Leu 
240 245 250 255 



Arg Ala Pro Ser Gin Gly Ser Gly Ala Ala Ala Arg Ser 
260 265 



<210> 3 

<211> 1007 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4) . . (960) 

<223> 



<220> 

<221> inat_peptide 

<222> (151) . . 0 
<223> 



<400> 3 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 48 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 
-45 -40 -35 



4 




ggc acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn 
-30 -25 -20 

gcg gee agg ata cet gtt cce eea gee tgt ggg aag eee eag cag ctg 144 
Ala Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gae age gag tgg cce tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg acc cac eac tge gca ggt tct ctg 240 
He Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 
15 20 25 30 

etc acc age cgc tgg gtg ate act get gcc cac tgt ttc aag gac aac 288 
Leu Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Asn 
35 40 45 

ctg aac aaa eea tac ctg ttc tct gtg ctg ctg ggg gcc tgg eag ctg 336 
Leu Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu 
50 55 60 

ggg aac cet ggc tct egg tec cag aag gtg ggt gtt gcc tgg gtg gag 384 
Gly Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu 
65 70 75 

cce eac cet gtg tat tec tgg aag gaa ggt gee tgt gca gae att gcc 432 
Pro His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp He Ala 
80 85 90 

ctg gtg egt etc gag cgc tec ata cag ttc tea gag egg gte ctg cce 480 
Leu Val Arg Leu Glu Arg Ser He Gin Phe Ser Glu Arg Val Leu Pro 
95 100 105 110 

ate tge eta cet gat gcc tct ate eac etc cet cca aac acc eac tge 528 
He Cys Leu Pro Asp Ala Ser He His Leu Pro Pro Asn Thr His Cys 
115 120 125 

tgg ate tea ggc tgg ggg age ate caa gat gga gtt cce ttg cce cac 576 
Trp He Ser Gly Trp Gly Ser He Gin Asp Gly Val Pro Leu Pro His 
130 135 140 

cet cag acc ctg cag aag ctg aag gtt cet ate ate gac teg gaa gte 624 
Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He Asp Ser Glu Val 
145 150 155 

tge age cat ctg tac tgg egg gga gca gga eag gga cec ate act gag 672 
Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro He Thr Glu 
160 165 170 

gac atg ctg tgt gcc ggc tac ttg gag ggg gag egg gat get tgt ctg 720 
Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu 
175 180 185 190 

ggc gae tec ggg ggc cec etc atg tge eag gtg gae ggc gcc tgg ctg 7 68 

Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp Leu 
195 200 205 
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etc agg gca ccg age cag ggc tct ggg gcc cca gcg ctt ttg tgt ata 
Leu Arg Ala Pro Ser Gin Gly Ser Gly Ala Pro Ala Leu Leu Cys lie 
255 260 265 270 

taaatgttaa tgatttttat aggtatttgt aaccctgccc acatatc 



<210> 4 

<211> 319 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala 
-30 -25 -20 



Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie 
-11 5 10 15 



Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 
20 25 30 



Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu 
35 40 45 



Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly 
50 55 60 



Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu Pro 
65 70 75 



His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp He Ala Leu 
80 85 90 95 



864 



ctg gcc ggc ate ate age tgg ggc gag ggc tgt gcc gag cgc aae agg 816 

Leu Ala Gly He He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 
210 215 220 

cec ggg gte tac ate age etc tct gcg cae cgc tec tgg gtg gag aag 

Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys 
225 230 235 

ate gtg caa ggg gtg cag etc cgc ggg cgc get cag ggg ggt ggg gcc 912 

He Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala 
240 245 250 



960 



1007 
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Val Arg Leu Glu Arg Ser lie Gin Phe Ser Glu Arg Val Leu Pro lie 
100 105 110 



Cys Leu Pro Asp Ala Ser lie His Leu Pro Pro Asn Thr His Cys Trp 
115 120 125 



lie Ser Gly Trp Gly Ser lie Gin Asp Gly Val Pro Leu Pro His Pro 
130 135 140 



Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser Glu Val Cys 
145 150 155 



Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro lie Thr Glu Asp 
160 165 170 175 



Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Gly 
180 185 190 



Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp Leu Leu 
195 200 205 



Ala Gly lie lie Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg Pro 
210 215 220 



Gly Val Tyr lie Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys lie 
225 230 235 



Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala Leu 
240 245 250 255 



Arg Ala Pro Ser Gin Gly Ser Gly Ala Pro Ala Leu Leu Cys lie 
260 265 270 



<210> 5 

<211> 1036 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4) . . (921) 

<223> 



<220> 

<221> inat_peptide 

<222> (151) . . ( ) 
<223> 
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<400> 5 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 4 8 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 
-45 -40 -35 

ggc acc ttc ace tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn 
-30 -25 -20 

gcg gcc agg ata cct gtt ccc cca gcc tgt ggg aag ccc cag cag ctg 14 4 

Ala Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gac age gag tgg ccc tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg acc cac cac tgc gea ggt tct ctg 240 
He Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 
15 20 25 30 

etc acc age ege tgg gtg ate act get gcc cac tgt ttc aag gac aac 288 
Leu Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Asn 
35 40 45 

ctg aac aaa cca tac ctg ttc tct gtg ctg ctg ggg gcc tgg cag ctg 336 
Leu Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu 
50 55 60 

ggg aac cct ggc tct egg tec cag aag gtg ggt gtt gcc tgg gtg gag 384 
Gly Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu 
65 70 75 

ccc cac cct gtg tat tec tgg aag gaa ggt gcc tgt gea gac att gcc 432 
Pro His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp He Ala 
80 85 90 

ctg gtg cgt etc gag cgc tec ata cag ttc tea gag egg gtc ctg ccc 480 
Leu Val Arg Leu Glu Arg Ser He Gin Phe Ser Glu Arg Val Leu Pro 
95 100 105 110 

ate tgc eta cct gat gcc tct ate cac etc cct cca aac acc cac tgc 528 
He Cys Leu Pro Asp Ala Ser He His Leu Pro Pro Asn Thr His Cys 
115 120 125 

tgg ate tea ggc tgg ggg age ate caa gat gga gtt ccc ttg ccc cac 576 
Trp He Ser Gly Trp Gly Ser He Gin Asp Gly Val Pro Leu Pro His 
130 135 140 

cct cag ace ctg cag aag ctg aag gtt cct ate ate gac teg gaa gtc 624 
Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He Asp Ser Glu Val 
145 150 155 

tgc age cat ctg tac tgg egg gga gea gga cag gga ccc ate act gag 672 
Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro He Thr Glu 
160 165 170 

gac atg ctg tgt gee ggc tac ttg gag ggg gag egg gat get tgt ctg 720 
Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu 
175 180 185 190 
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ggc gac tec ggg ggc ccc etc atg tgc cag gtg gac ggc gcc tgg ctg 768 
Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp Leu 
195 200 205 

ctg gcc ggc ate ate age tgg ggc gag ggc tgt gcc gag cgc aac agg 816 
Leu Ala Gly lie lie Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 
210 215 220 

ccc ggg gtc tac ate age etc tct gcg cac cgc tec tgg gtg gag aag 864 
Pro Gly Val Tyr lie Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys 
225 230 235 

ate gtg caa ggg gtg cag etc cgc ggg cgc ccc egg gcc cca gcg ett 912 
He Val Gin Gly Val Gin Leu Arg Gly Arg Pro Arg Ala Pro Ala Leu 
240 245 250 

ttg tgt ata taaatgttaa tgatttttat aggtatttgt aaccctgccc 961 

Leu Cys He 

255 

acatatctta tttattcctc caatttcaat aaattattta ttctccagaa aaaaaaaaaa 1021 
aaaaaaaaaa aaaaa 1036 



<210> 6 

<211> 306 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala 
-30 -25 -20 



Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He 
-11 5 10 15 



Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 
20 25 30 



Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu 
35 40 45 



Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly 
50 55 60 
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Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu Pro 
65 70 75 



His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp lie Ala Leu 
80 85 90 95 



Val Arg Leu Glu Arg Ser lie Gin Phe Ser Glu Arg Val Leu Pro lie 
100 105 110 



Cys Leu Pro Asp Ala Ser lie His Leu Pro Pro Asn Thr His Cys Trp 
115 . 120 125 



lie Ser Gly Trp Gly Ser lie Gin Asp Gly Val Pro Leu Pro His Pro 
130 135 140 



Gin Thr Leu Gin Lys Leu Lys Val Pro lie He Asp Ser Glu Val Cys 
145 150 155 



Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro He Thr Glu Asp 
160 165 170 175 



Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Gly 
180 185 190 



Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp Leu Leu 
195 200 205 



Ala Gly He He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg Pro 
210 215 220 



Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 
225 230 235 



Val Gin Gly Val Gin Leu Arg Gly Arg Pro Arg Ala Pro Ala Leu Leu 
240 245 250 255 



Cys He 



<210> 


7 




<211> 


1231 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


CDS 




<222> 


(4) . . 


(441) 


<223> 
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<220> 

<221> mat_peptide 

<222> (151) . . {) 
<223> 



<400> 7 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 

-45 -40 -35 

ggc acc. ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn 
-30 -25 -20 

gcg gcc agg ata cct gtt cec cca gee tgt ggg aag ccc cag cag ctg 
Ala Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gae age gag tgg ccc tgg 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg ace cac eac tge gea gga eaa cct 
lie Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Gly Gin Pro 
15 20 25 30 

gaa eaa ace ata cct gtt etc tgt get get ggg ggc ctg gea get ggg 
Glu Gin Thr lie Pro Val Leu Cys Ala Ala Gly Gly Leu Ala Ala Gly 
35 40 45 

gaa ccc tgg etc teg gte cca gaa ggt ggg tgt tgc ctg ggt gga gee 
Glu Pro Trp Leu Ser Val Pro Glu Gly Gly Cys Cys Leu Gly Gly Ala 
50 55 60 

cca ccc tgt gta tte ctg gaa gga agg tgc ctg tge aga cat tgc cct 
Pro Pro Cys Val Phe Leu Glu Gly Arg Cys Leu Cys Arg His Cys Pro 
65 70 75 

ggt gcg tct ega gcg etc cat aea gtt etc aga gcg ggt cct gcc cat 
Gly Ala Ser Arg Ala Leu His Thr Val Leu Arg Ala Gly Pro Ala His 
80 85 90 

ctg cct acc tgatgectct tccacetcec tccaaaeace eactgetgga 

Leu Pro Thr 

95 



48 



96 



144 



192 



240 



288 



336 



384 



432 



481 



tcteaggctg 


ggggagcate 


eaagatggag 


ttccettgec 


ceaccctcag 


accctgcaga 


541 


agctgaaggt 


tectatcate 


gaeteggaag 


tctgcagcca 


tctgtactgg 


cggggagcag 


601 


gacagggacc 


eatcaetgag 


gacatgctgt 


gtgecggeta 


cttggagggg 


gagegggatg 


661 


cttgtetggg 


egacteeggg 


ggecccctea 


tgtgccaggt 


ggacggegce 


tggetgctgg 


721 


ccggeatcat 


cagctgggge 


gagggctgtg 


ecgagegeaa 


eaggeccggg 


gtetaeatca 


781 


gcctctctge 


geacegctcc 


tgggtggaga 


agategtgea 


aggggtgcag 


ctccgegggc 


841 
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m 

m 












gcgctcaggg 


gggtggggcc 


ctcagggcac 


cgagccaggg 


ctctggggcc 


gccgcgcgct 


901 


cctagggcgc 


agcgggacgc 


ggggctcgga 


tctgaaaggc 


ggccagatcc 


acatctggat 


961 


ctggatctgc 


ggcggcctcg 


ggcggtttcc 


cccgccgtaa 


ataggctcat 


ctacctctac 


1021 


ctctgggggc 


ccggacggct 


gctgcggaaa 


ggaaaccccc 


tccccgaccc 


gcccgacggc 


1081 


ctcaggcccc 


gccctccaag 


gcatcaggcc 


ccgcccaacg 


gcctcatgtc 


cccgccccca 


1141 


cgacttccgg 


ccccgccccc 


gggccccagc 


gcttttgtgt 


atataaatgt 


taatgatttt 


1201 


tataggtatt 


tgtaaccctg 


cccacatatc 








1231 



<210> 8 

<211> 146 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala 
-30 -25 -20 



Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie 
-11 5 10 15 



Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Gin Pro Glu 
20 25 30 



Gin Thr He Pro Val Leu Cys Ala Ala Gly Gly Leu Ala Ala Gly Glu 
35 40 45 



Pro Trp Leu Ser Val Pro Glu Gly Gly Cys Cys Leu Gly Gly Ala Pro 
50 55 60 



Pro Cys Val Phe Leu Glu Gly Arg Cys Leu Cys Arg His Cys Pro Gly 
65 70 75 



Ala Ser Arg Ala Leu His Thr Val Leu Arg Ala Gly Pro Ala His Leu 
80 85 90 95 



Pro Thr 
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<210> 9 

<211> 952 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (4) . . (624) 

<223> 



<220> 

<221> mat_pept ide 

<222> (151) . . 0 
<223> 



<400> 9 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 48 
Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 
-45 -40 -35 

ggc acc ttc acc tec ctg ctg ctg ctg gcg teg aea gee ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn 
-30 -25 -20 

gcg gee agg ata ect gtt ccc cea gcc tgt ggg aag ccc eag eag ctg 144 
Ala Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gac age gag tgg ccc tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate eag aag aat ggg ace cac cac tgc gca gtt ccc ttg 240 
lie Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Val Pro Leu 
15 20 25 30 

ccc cac ect eag ace ctg cag aag ctg aag gtt cct ate ate gac teg 288 
Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser 
35 40 45 

gaa gte tgc age eat ctg tac tgg egg gga gca gga cag gga ccc ate 336 
Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro lie 
50 55 60 

act gag gac atg ctg tgt gee ggc tac ttg gag ggg gag egg gat get 384 
Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 
65 70 75 

tgt ctg ggc gac tec ggg ggc ccc etc atg tgc cag gtg gac ggc gee 432 
Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala 
80 85 90 

tgg ctg ctg gcc ggc ate ate age tgg ggc gag ggc tgt gcc gag cge 480 
Trp Leu Leu Ala Gly lie He Ser Trp Gly Glu Gly Cys Ala Glu Arg 
95 100 105 110 

aac agg ccc ggg gte tac ate age etc tct gcg cac cge tec tgg gtg 528 
Asn Arg Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val 



13 



115 120 125 

gag aag ate gtg caa ggg gtg cag etc cgc ggg cgc get cag ggg ggt 57 6 

Glu Lys lie Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly 

130 135 140 

ggg gcc etc agg gca ceg age cag ggc tet ggg gee gee geg cgc tec 624 

Gly Ala Leu Arg Ala Pro Ser Gin Gly Ser Gly Ala Ala Ala Arg Ser 



145 


150 




155 






tagggegeag 


egggacgcgg 


ggctcggatc 


tgaaaggegg 


ccagateeac 


atctggatct 


684 


ggatctgegg 


cggeeteggg 


cggtttcece 


egecgtaaat 


aggctcatet 


acetetacet 


744 


ctgggggccc 


ggacggctgc 


tgcggaaagg 


aaaeeecetc 


ecegacecgc 


ccgaeggcet 


804 


caggeccege 


cctecaaggc 


atcaggcecc 


gceeaacggc 


ctcatgtcec 


cgcccceacg 


864 


acttccggcc 


ccgcccccgg 


gccccagcgc 


ttttgtgtat 


ataaatgtta 


atgattttta 


924 


taggtatttg 


taacectgec 


cacatate 








952 



<210> 10 

<211> 207 

<212> PRT 

<213> Homo sapiens 

<400> 10 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala 
-30 -25 -20 



Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie 
-11 5 10 15 



Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Val Pro Leu Pro 
20 25 30 



His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser Glu 
35 40 45 



Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro lie Thr 
50 55 60 



Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys 
65 70 75 
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Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 
80 85 90 95 



Leu Leu Ala Gly lie He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn 
100 105 110 



Arg Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu 
115 120 125 



Lys He Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly 
130 135 140 



Ala Leu Arg Ala Pro Ser Gin Gly Ser Gly Ala Ala Ala Arg Ser 
145 150 155 



<210> 11 

<211> 1083 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4 ) . . (396) 

<223> 



<220> 

<221> mat_peptide 

<222> (151) . . 0 
<223> 



<400> 11 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 48 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 

-45 -40 -35 

ggc acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn 
-30 -25 -20 

gcg gcc agg ata cet gtt ccc cca gee tgt ggg aag ccc cag cag ctg 144 
Ala Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gae age act gae age gag tgg ccc tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg acc cae eac tgc gea ggt tct ctg 240 
He Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 
15 20 25 30 

etc acc age cgc tgg gtg ate act get gcc cac tgt ttc aag gae aac 288 
Leu Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Asn 
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35 40 45 

ctg aac aaa cca tac ctg ttc tct gtg ctg ctg ggg gcc tgg cag ctg 336 
Leu Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu 
50 55 60 

ggg aac cct ggc tct egg tec cag aag ttc cct tgc ccc acc etc aga 384 
Gly Asn Pro Gly Ser Arg Ser Gin Lys Phe Pro Cys Pro Thr Leu Arg 
65 70 75 

ccc tgc aga age tgaaggttcc tateatcgac teggaagtet geagceatct 436 
Pro Cys Arg Ser 
80 



gtactggcgg 


ggagcaggac 


agggacGcat 


cactgaggac 


atgctgtgtg 


ccggctactt 


496 


ggagggggag 


cgggatgctt 


gtctgggcga 


ctccgggggc 


cccctcatgt 


gccaggtgga 


556 


cggcgcctgg 


ctgctggecg 


gcatcatcag 


ctggggcgag 


ggctgtgccg 


agcgcaacag 


616 


gcccggggtc 


tacatcagcc 


tetctgcgca 


ccgctcctgg 


gtggagaaga 


tcgtgcaagg 


676 


ggtgeagctc 


cgcgggcgcg 


ctcagggggg 


tggggecetc 


agggcaccga 


gccagggctc 


736 


tggggcegec 


gegcgctcct 


agggcgcagc 


gggacgcggg 


gctcggatct 


gaaaggcggc 


796 


eagatccaca 


tctggatctg 


gatetgcggc 


ggcctcgggc 


ggtttccccc 


gccgtaaata 


, 856 


ggctcatcta 


cctctacctc 


tgggggcccg 


gacggctgct 


gcggaaagga 


aaccccctcc 


916 


ccgacccgcc 


cgacggcctc 


aggccccgcc 


ctccaaggca 


tcaggccccg 


cccaacggcc 


976 


tcatgtcccc 


gcccccacga 


cttccggccc 


cgcccccggg 


ccccagcgct 


tttgtgtata 


1036 


taaatgttaa 


tgatttttat 


aggtatttgt 


aaccctgccc 


acatatc 




1083 



<210> 12 

<211> 131 

<212> PRT 

<213> Homo sapiens 

<400> 12 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala 
-30 -25 -20 



Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 ■ -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He 
-11 5 10 15 



Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 
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20 25 30 



Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu 
35 40 45 



Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly 
50 55 60 



Asn Pro Gly Ser Arg Ser Gin Lys Phe Pro Cys Pro Thr Leu Arg Pro 
65 70 75 



Cys Arg Ser 
80 



<210> 13 

<211> 723 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4) . . (705) 

<223> 



<220> 

<221> mat_peptide 

<222> (151) . . () 
<223> 



<400> 13 

gcc atg gtg gtt tct gga gcg ccc oca gee ctg ggt ggg ggc tgt etc 48 
Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 
-45 -40 -35 

ggc acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn 
-30 -25 -20 

gcg gcc agg ata cct gtt ccc cca gcc tgt ggg aag ccc cag cag ctg 144 
Ala Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gac age gag tgg ccc tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg ace cac cac tgc gca ggt tct ctg 240 
lie Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 
15 20" 25 30 

etc acc age ege tgg gtg ate act get gee cac tgt ttc aag gac aac 288 
Leu Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Asn 
35 40 45 
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ctg aac aaa cca tac ctg ttc tct gtg ctg ctg ggg gcc tgg cag ctg 
Leu Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu 
50 55 60 



336 



ggg aac cct ggc tct egg tec cag aag gtg ggt gtt gcc tgg gtg gag 384 
Gly Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu 
65 70 75 

ccc cac cct gtg tat tec tgg aag gaa ggt gcc tgt gca gac att gcc 432 
Pro His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp lie Ala 
80 85 90 

ctg gtg cgt etc gag cgc tec ata cag ttc tea gag egg gtc ctg ccc 480 
Leu Val Arg Leu Glu Arg Ser lie Gin Phe Ser Glu Arg Val Leu Pro 
95 100 105 110 

ate tge eta cct gat gcc tct ate cac etc cct cca aac ace cac tgc 528 
lie Cys Leu Pro Asp Ala Ser lie His Leu Pro Pro Asn Thr His Cys 
115 120 125 

tgg ate tea ggc tgg ggg age ate caa gat gga gtt ccc ttg ccc cac 576 
Trp He Ser Gly Trp Gly Ser He Gin Asp Gly Val Pro Leu Pro His 
130 135 140 

cct cag ace etc tee aag gca tea ggc ccc gcc caa egg cct eat gtc 624 
Pro Gin Thr Leu Ser Lys Ala Ser Gly Pro Ala Gin Arg Pro His Val 
145 150 155 

ccc gcc ccc aeg act tee ggc ccc gcc ccg ggc ccc age get ttt gtg 672 
Pro Ala Pro Thr Thr Ser Gly Pro Ala Pro Gly Pro Ser Ala Phe Val 
160 165 170 

tat ata aat gtt aat gat ttt tat agg tat ttg taaecctgcc eacatatc 723 
Tyr He Asn Val Asn Asp Phe Tyr Arg Tyr Leu 
175 180 185 



<210> 14 ■ 

<211> 234 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala 
-30 -25 -20 



Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He 
-11 5 10 15 



Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 

18 
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20 25 30 



Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu 
35 40 45 



Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Giy Ala Trp Gin Leu Giy 
50 55 60 



Asn Pro Giy Ser Arg Ser Gin Lys Val Giy Val Ala Trp Val Glu Pro 
65 70 75 



His Pro Val Tyr Ser Trp Lys Glu Giy Ala Cys Ala Asp He Ala Leu 
80 85 90 95 



Val Arg Leu Glu Arg Ser He Gin Phe Ser Glu Arg Val Leu Pro He 
100 105 110 



Cys Leu Pro Asp Ala Ser He His Leu Pro Pro Asn Thr His Cys Trp 
115 120 125 



He Ser Giy Trp Giy Ser He Gin Asp Giy Val Pro Leu Pro His Pro 
130 135 140 



Gin Thr Leu Ser Lys Ala Ser Giy Pro Ala Gin Arg Pro His Val Pro 
145 150 155 



Ala Pro Thr Thr Ser Giy Pro Ala Pro Giy Pro Ser Ala Phe Val Tyr 
160 165 170 175 



He Asn Val Asn Asp Phe Tyr Arg Tyr Leu 
180 185 



<210> 15 

<211> 1004 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4) . . (390) 

<223> 



<220> 

<221> mat_peptide 

<222> (151) . . 0 
<223> 



<400> 15 
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gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 48 
Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 
-45 -40 -35 

ggc acc ttc* acc tec ctg ctg ctg ctg gcg teg aca gee ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn 
-30 -25 -20 

gcg gcc agg ata cct gtt ccc cea gcc tgt ggg aag ccc cag cag ctg 144 
Ala Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gac age act gac age gag tgg ccc tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg ace cac cae tgc gea ggt tct ctg 240 
lie Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 
15 20 25 30 

etc acc age cge tgg gtg ate act get gee cae tgt tte aag gat tec 288 
Leu Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Ser 
35 40 45 

ctt gcc cca ccc tea gac cct gca gaa get gaa ggt tec tat cat cga 336 
Leu Ala Pro Pro Ser Asp Pro Ala Glu Ala Glu Gly Ser Tyr His Arg 
50 55 60 

etc gga agt ctg cag cea tct gta ctg gcg ggg age agg aca ggg acc 384 
Leu Gly Ser Leu Gin Pro Ser Val Leu Ala Gly Ser Arg Thr Gly Thr 
65 70 75 

cat cac tgaggacatg etgtgtgecg getacttgga gggggagcgg gatgcttgtc 440 
His His 
80 

tgggcgactc cgggggcccc ctcatgtgcc aggtggaegg cgcctggctg ctggceggea 500 

tcatcagctg gggcgagggc tgtgcegagc gcaacaggec eggggtctae atcagcctct 560 

etgegcaccg ctcctgggtg gagaagateg tgeaaggggt geagetcege gggcgcgetc 620 

aggggggtgg ggcceteagg gcaecgagee agggctetgg ggccgecgcg cgetcetagg 680 

gcgcageggg acgeggggct eggatetgaa aggcggccag ateeaeatct ggatetggat 740 

ctgeggegge etcgggeggt tteeccegec gtaaataggc tcatctaect ctacctctgg 800 

gggcccggae ggctgetgeg gaaaggaaae cecetccccg accegceega cggectcagg 8 60 

ccccgccctc caaggcatca ggccccgccc aacggcctca tgtccccgcc cccacgaett 920 

ccggccccgc cccegggece eagegctttt gtgtatataa atgttaatga tttttatagg 980 

tatttgtaac cctgeceaca tatc 1004 

<210> 16 

<211> 129 

<212> PRT 

<213> Homo sapiens 
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<400> 16 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
_45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala 
-30 -25 -20 

Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 

Arq Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie 
-11 .5 10 15 

Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 
20 25 . 30 

Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Ser Leu 
35 40 45 

Ala Pro Pro Ser Asp Pro Ala Glu Ala Glu Gly Ser Tyr His Arg Leu 
50 55 60 

Gly Ser Leu Gin Pro Ser Val Leu Ala Gly Ser Arg Thr Gly Thr His 
65 70 75 



His 

80 



<210> 17 

<211> 948 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (4) . . (909) 

<223> 



<220> 

<221> mat_peptide 

<222> (151) . . () 
<223> 



<400> 17 ..4-4- 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu 
-45 -40 -35 
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ggc acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat 96 
Gly Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn 
-30 -25 -20 

gcg gee agg ata cot gtt cce cea gcc tgt ggg aag ccc cag cag ctg 144 
Ala Ala Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu 
-15 -10 -5 

aac egg gtt gtg ggc ggc gag gae age act gac age gag tgg ccc tgg 192 
Asn Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp 
-11 5 10 

ate gtg age ate cag aag aat ggg acc cac cac tgc gca ggt tct ctg 240 
He Val Ser He Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu 
15 20 25 30 

etc acc age cge tgg gtg ate act get gee cac tgt ttc aag gac aac 288 
Leu Thr Ser Arg Trp Val He Thr Ala Ala His Cys Phe Lys Asp Asn 
35 40 45 

ctg aac aaa eca tac ctg ttc tct gtg ctg ctg ggg gee tgg cag ctg 336 
Leu Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu 
50 55 60 

ggg aac cet ggc tct egg tec cag aaa gtg ggt gtt gee tgg gtg gag 384 
Gly Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu 
65 70 75 

ccc cac cet gtg tat tec tgg aag gaa ggt gcc tgt gca gac att gcc 432 
Pro His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp He Ala 
80 85 90 

ctg gtg cgt etc gag cgc tec ata cag ttc tea gag egg gtc ctg ccc 480 
Leu Val Arg Leu Glu Arg Ser He Gin Phe Ser Glu Arg Val Leu Pro 
95 100 105 110 

ate tgc eta cet gat gcc tct ate cac etc cet cea aac acc cac tgc 528 
He Cys Leu Pro Asp Ala Ser He His Leu Pro Pro Asn Thr His Cys 
115 120 125 

tgg ate tea ggc tgg ggg age ate caa gat gga gtt ccc ttg ccc cac 57 6 

Trp He Ser Gly Trp Gly Ser He Gin Asp Gly Val Pro Leu Pro His 
130 135 140 

ect cag ace ctg cag aag ctg aag gtt cet ate ate gac teg gaa gtc 624 
Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He Asp Ser Glu Val 
145 150 155 

tgc age eat ctg tac tgg egg gga gca gga cag gga ccc ate act gag 672 
Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro He Thr Glu 
160 165 170 

gac atg ctg tgt gcc ggc tac ttg gag ggg gag egg gat get tgt ctg 720 
Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu 
175 180 185 190 

gtg age tec etc gag ccc cce ace ect ggc cag gag ggc etc ggg aag 768 
Val Ser Ser Leu Glu Pro Pro Thr Pro Gly Gin Glu Gly Leu Gly Lys 
195 200 205 

gag eca gcg tea gtc ctg tee eca ctg age ccc aca ace tct ccc tgg 816 
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Glu Pro Ala Ser Val Leu Ser Pro Leu Ser Pro Thr Thr Ser Pro Trp 
210 215 220 

cct cct ccc cag aac tgg ctg tgc ctg aca gtc ccg ggt ccc cat aga 8 64 

Pro Pro Pro Gin Asn Trp Leu Cys Leu Thr Val Pro Gly Pro His Arg 
225 230 235 

acc age etc age ctg get cag eca etc act tat ttg ttc aga cat 909 
Thr Ser Leu Ser Leu Ala Gin Pro Leu Thr Tyr Leu Phe Arg His 
240 245 250 

taaactgggc atcccagctg caaaaaaaaa aaaaaaaaa 948 



<210> 18 

<211> 302 

<212> PRT 

<213> Homo sapiens 

<400> 18 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 



Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala 
-30 ■ -25 -20 



Ala Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg Val Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie 
-11 5 10 15 



Val Ser lie Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu 
20 25 30 



Thr Ser Arg Trp Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu 
35 40 45 



Asn Lys Pro Tyr Leu Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly 
50 55 . 60 



Asn Pro Gly Ser Arg Ser Gin Lys Val Gly Val Ala Trp Val Glu Pro 
65 70 75 



His Pro Val Tyr Ser Trp Lys Glu Gly Ala Cys Ala Asp lie Ala Leu 
80 85 90 95 



Val Arg Leu Glu Arg Ser lie Gin Phe Ser Glu Arg Val Leu Pro lie 
100 105 110 
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Cys Leu Pro Asp Ala Ser lie His Leu Pro Pro Asn Thr His Cys Trp 
115 120 125 



lie Ser Gly Trp Gly Ser lie Gin Asp Gly Val Pro Leu Pro His Pro 
130 135 140 



Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser Glu Val Cys 
145 150 155 



Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro lie Thr Glu Asp 
160 165 170 175 



Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Val 
180 185 190 



Ser Ser Leu Glu Pro Pro Thr Pro Gly Gin Glu Gly Leu Gly Lys Glu 
195 200 205 



Pro Ala Ser Val Leu Ser Pro Leu Ser Pro Thr Thr Ser Pro Trp Pro 
210 215 220 



Pro Pro Gin Asn Trp Leu Cys Leu Thr Val Pro Gly Pro His Arg Thr 
225 230 235 



Ser Leu Ser Leu Ala Gin Pro Leu Thr Tyr Leu Phe Arg His 
240 245 250 



<210> 19 

<211> 1322 

<212> DNA 

<213> Mus. Sp. 

<220> 

<221> CDS 

<222> (80) . . (1003) 

<223> 



<220> 

<221> mat^peptide 

<222> (227) . . 0 
<223> 



<400> 19 

cctgccagtc tcaagcaaca cagcccttag gtcctttgag ccggccagca gccttgctgg 

gtctccaccc ataccagca atg atg ate tec aga cct ccc cca gca ctg ggt 

Met Met He Ser Arg Pro Pro Pro Ala Leu Gly 
-45 -40 

ggg gac cag ttc age ate tta ate ett ctg gtg ctg ctg act tec aca 
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Gly Asp Gin Phe Ser lie Leu lie Leu Leu Val Leu Leu Thr Ser Thr 
-35 -30 -25 

get ccc ate agt get gee ace ate cga gtg tec eca gae tgt ggg aag 208 
Ala Pro lie Ser Ala Ala Thr lie Arg Val Ser Pro Asp Cys Gly Lys 
-20 -15 -10 

eet cag cag ctg aac egg att gtg gga ggt gag gae age atg gat gcc 256 
Pro Gin Gin Leu Asn Arg lie Val Gly Gly Glu Asp Ser Met Asp Ala 
-5 -11 5 10 

eag tgg ccc tgg att gtt age ate etc aag aat ggc tec cac cac tgt 304 
Gin Trp Pro Trp lie Val Ser lie Leu Lys Asn Gly Ser His His Cys 
15 20 25 

gea ggc tee ctg etc aec aac cge tgg gtg gte aca gcc gcg cac tgc 352 
Ala Gly Ser Leu Leu Thr Asn Arg Trp Val Val Thr Ala Ala His Cys 
30 35 40 

ttt aag age aat atg gae aaa eca tct ctg tte tea gta ttg ttg ggg 400 
Phe Lys Ser Asn Met Asp Lys Pro Ser Leu Phe Ser Val Leu Leu Gly 
45 50 55 

gee tgg aag ctg ggg age eca ggc eca agg tec cag aaa gta ggc att 448 
Ala Trp Lys Leu Gly Ser Pro Gly Pro Arg Ser Gin Lys Val Gly He 
60 65 70 

get tgg gtg ctg cct cac ccc agg tat tct tgg aag gag gga ace cat 4 96 

Ala Trp Val Leu Pro His Pro Arg Tyr Ser Trp Lys Glu Gly Thr His 
75 80 85 90 

gea gae att gcc ctg gtg cgc ctg gaa cac tec ate eag tte tct gag 544 
Ala Asp He Ala Leu Val Arg Leu Glu His Ser He Gin Phe Ser Glu 
95 100 105 

egg ate ctg ccc ate tgc eta cct gae tec tct gtc cgt etc cct ccc 592 
Arg He Leu Pro He Cys Leu Pro Asp Ser Ser Val Arg Leu Pro Pro 
110 115 120 

aag ace gae tgc tgg att gee ggc tgg gga age ate eag gat gga gtg 640 
Lys Thr Asp Cys Trp He Ala Gly Trp Gly Ser He Gin Asp Gly Val 
125 130 135 

ccc ctg ccc cac cct cag ace ett cag aag ctg aag gtg ccc ate ate 688 
Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 
140 145 150 

gae tec gaa etc tgc aaa age ttg tac tgg egg gga gcc ggt eag gaa 736 
Asp Ser Glu Leu Cys Lys Ser Leu Tyr Trp Arg Gly Ala Gly Gin Glu 
155 160 165 170 

gcc ate aeg gag ggc atg ctg tgt get ggt tac ctg gaa ggg gag egg 784 
Ala He Thr Glu Gly Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg 
175 180 185 

gat get tgt ctg ggc gae tct ggg ggt ccc ctg atg tgc cag gtg gat 832 
Asp Ala Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp 
190 195 200 

gae cac tgg eta ctg act ggc ata ate age tgg gga gag ggc tgc gga 880 
Asp His Trp Leu Leu Thr Gly He He Ser Trp Gly Glu Gly Cys Gly 
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205 210 215 

gcg caa ccg gcc egg tgt gta cac cag cct cct age tea ccg etc etg 928 
Ala Gin Pro Ala Arg Cys Val His Gin Pro Pro Ser Ser Pro Leu Leu 
220 225 230 

ggt gca aag gat cgt tea agg ggt -gca get geg egg gta ett ggc gga 97 6 

Gly Ala Lys Asp Arg Ser Arg Gly Ala Ala Ala Arg Val Leu Gly Gly 
235 240 245 250 

cag tgg gga cae agg aag etc eta ate taggatctga agatgagcag 1023 
Gin Trp Gly His Arg Lys Leu Leu lie 
255 

cctcetgcaa ttctctctgc tgtaaatatg tcttetacet ccggggggcg eeegcggcct 1083 

gagcgagaga acaaggaagt tctggaaccg cceaeataga ggatecgccc eteaategag 1143 

gaetetgtgt gtgtgtgtgt gtgtgtgtgt gtgtgtgcet ctgtgtgcgt gtgtatgcgc 1203 

gegcacgtgc gegcgagagc aatgattttt ttttttacag ' ttatacgtaa eeatgeccac 1263 

atatttattc cagttteaat aaattattta ttettaaaaa aaaaaaaaaa aaaaaaaaa 1322 

<210> 20 

<211> 308 

<212> PRT 

<213> Mus. Sp. 

<400> 20 

Met Met lie Ser Arg Pro Pro Pro Ala Leu Gly Gly Asp Gin Phe Ser 
-45 -40 -35 



lie Leu lie Leu Leu Val Leu Leu Thr Ser Thr Ala Pro lie Ser Ala 
-30 -25 -20 



Ala Thr lie Arg Val Ser Pro Asp Cys Gly Lys Pro Gin Gin Leu Asn 
-15 -10 -5 



Arg lie Val Gly Gly Glu Asp Ser Met Asp Ala Gin Trp Pro Trp lie 
-11 5 10 15 



Val Ser He Leu Lys Asn Gly Ser His His Cys Ala Gly Ser Leu Leu 
20 25 30 



Thr Asn Arg Trp Val Val Thr Ala Ala His Cys Phe Lys Ser Asn Met 
35 40 45 



Asp Lys Pro Ser Leu Phe Ser Val Leu Leu Gly Ala Trp Lys Leu Gly 
50 55 60' 



Ser Pro Gly Pro Arg Ser Gin Lys Val Gly He Ala Trp Val Leu Pro 



26 



.rii o f3' sr: « C3' im air; :3 =^ im 



65 70 75 



His Pro Arg Tyr Ser Trp Lys Glu Gly Thr His Ala Asp lie Ala Leu 
80 85 90 95 



Val Arg Leu Glu His Ser lie Gin Phe Ser Glu Arg lie Leu Pro lie 
100 105 110 



Cys Leu Pro Asp Ser Ser Val Arg Leu Pro Pro Lys Thr Asp Cys Trp 
115 . 120 125 



lie Ala Gly Trp Gly Ser lie Gin Asp Gly Val Pro Leu Pro His Pro 
130 135 140 



Gin Thr Leu Gin Lys Leu Lys Val Pro lie lie Asp Ser Glu Leu Cys 
145 150 155 



Lys Ser Leu Tyr Trp Arg Gly Ala Gly Gin Glu Ala lie Thr Glu Gly 
160 165 170 175 



Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Gly 
180 185 190 



Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Asp His Trp Leu Leu 
195 200 205 



Thr Gly lie lie Ser Trp Gly Glu Gly Cys Gly Ala Gin Pro Ala Arg 
210 215 220 



Cys Val His Gin Pro Pro Ser Ser Pro Leu Leu Gly Ala Lys Asp Arg 
225 230 235 



Ser Arg Gly Ala Ala Ala Arg Val Leu Gly Gly Gin Trp Gly His Arg 
240 245 250 255 



Lys Leu Leu lie 



<210> 


21 


<211> 


99 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Designed oligonucleotide 


<400> 


21 



aagcttggct agcaacacca tgaatctact cctgatcctt acctttgttg ctgctgctgt 60 
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tgctgccccc tttgacgacg atgacaagga tccgaattc 99 



<210> 


22 


<211> 


99 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Designed oligonucleotide 


<400> 


22 



gaattcggat ccttgtcatc gtcgtcaaag ggggcagcaa cagcagcagc aacaaaggta 60 
aggatcagga gtagattcat ggtgttgcta gccaagctt 99 

<210> 23 

<211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify neurosin-encoding sequ 
ence 

<400> 23 

ttggtgcatg gcgga 15 

<210> 24 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify neurosin-encoding sequ 
ence 

<400> 24 

tcctcgagac ttggcctgaa tggtttt 27 

<210> 25 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
SecTrypHis/Neurosin 

<400> 25 

gcgctagcag atctccatga atctactcct gatcc 35 

<210> 26 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
SecTrypHis/Neurosin 

<400> 26 

tgaagcttgc catggaccaa cttgtcatc 29 



<210> 27 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
TrypHis 

<400> 27 

ccaagcttca ccatcaccat caccat 26 



<210> 28 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
TrypSigTag 

<400> 28 

gcacagtcga ggctgat 17 



<210> 29 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid p 
FBTrypSigTag 

<400> 29 

caaatgtggt atggctg 17 



<210> 30 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify conserved region of se 
rin proteases-encoding sequence 

<220> 

<221> misc_feature 

<222> (9) , . (9) 

<223> n is a, c, g or t. 
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<220> 

<221> misc_f eature 

<222> (12) . . (12) 

<223> n is a, c, g or t, 

<400> 30 

gtgctcacng cngcbcaytg 

<210> 31 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer 
rin proteases-encoding sequence 

<220> 

<221> misc__f eature 

<222> (12) . . (12) 

<223> n is a, c, g or t. 



<220> 

<221> misc_f eature 

<222> (15) . . (15) 

<223> n is a, g or t. 



<400> 31 

ccvctrwsdc cnccnggcga 



<210> 32 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer 
or human BSSP4 (forward) 

<400> 32 

aggttcctat catcgactcg 

<210> 33 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer 
or human BSSP4 (forward) 

<400> 33 

tgaggacatg ctgtgtgccg g 




20 



to amplify conserved region of se 



20 



designated as hBSSP4Fl for RACE f 



20 



designated as hBSSP4F2 for RACE f 
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<210> 34 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligionucleot ide primer designated as hBSSP4F3 to amplif 
y mature human BSSP4 -encoding region (forward) 

<400> 34 

gttgtgggcg gcgaggacag 20 



<210> 35 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4F6 to amplify 
full-length human BSSP4 -encoding mRNA (forward) 

<400> 35 

gccatggtgg tttctggagc 20 

<210> 36 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4Rl for RACE f 
or human BSSP4 (reverse) 

<400> 36 

tatggtttgt tcaggttgtc c 21 



<210> 37 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Desinged oligonucleotide primer designated as hBSSP4R2 for RACE f 
or human BSSP4 (reverse) 

<400> 37 

agggcaatgt ctgcacaggc 20 



<210> 38 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4R3/E to ampli 
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fy full-length human BSSP4-encoding mRNA (reverse) 
<400> 38 

ctgaattcct aggagcgcgc ggcggcc 27 



<210> 39 

<211> 28 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Designed oligonucleotide primer designated as hBSSP4R4/E to ampli 
fy full-length human BSSP4-encoding, mRNA (reverse) 

<400> 39 

gagaattcga tatgtgggca gggttaca 28 



<210> 40 

<211> 21 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Designed oliginucleotide primer designated as mBSSP4 . 1 for RACE f 
or mouse BSSP4 (forward) 

<400> 40 

acaaaccatc tctgttctca g 21 



<210> 41 ' 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4F2 for RACE f 
or mouse BSSP4 (forward) 

<400> 41 

gtcccagaaa gtaggcattg 20 



<210> 42 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Designed oligonucleotide primer designated as mBSSP4F3 to amplify 
full-length mouse BSSP4-encoding mRNA (forward) 

<400> 42 

ctccacccat accagcaatg 20 



<210> 43 
<211> 20 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4F4 to amplify 
mature mouse BSSP4-encoding region (forward) 

<400> 43 

attgtgggag gtgaggacag 20 

<210> 44 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4 . 2 for RACE f 
or mouse BSSP4 (reverse) 

<400> 44 

tgcagagttc ggagtcgatg 20 



<210> 45 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4R2 for RACE f 
or mouse BSSP4 (reverse) 

<400> 45 

atccagcagt cggtcttggg 20 

<210> 46 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4R3/P to ampli 
fy full-length mouse BSSP4-encoding mRNA (reverse) 

<400> 46 

attctgcagt tccttgttct ctcgctcagg 30 



<210> 


47 


<211> 


117 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Designed oligonucleotide 


<4oa> 


47 



aagcttggct agcaacacca tgaatctact cctgatcctt acctttgttg ctgctgctgt 60 
tgctgccccc tttcaccatc accatcacca tgacgacgat gacaaggatc cgaattc 117 
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<210> 48 
<211> 117 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pTrypHis 
<400> 48 

gaattcggat ccttgtcatc gtcgtcatgg tgatggtgat ggtgaaaggg ggcagcaaca 
gcagcagcaa caaaggtaag gatcaggagt agattcatgg tgttgctagc caagctt 



<210> 49 
<211> 73 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 49 

Xira-t.^:ciccc agcgcttttg tgtatataaa tgttaatgat ttttataggt atttgtaacc 
<211> 11^ 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 50 



Pro Gly Pro Gin Arg Phe Cys Val Tyr Lys Cys 
^ 10 



<210> 51 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 51 

Asp Asp Asp Asp Lys 
1 5 . 



<210> 52 
<211> 4 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 52 

Leu Val His Gly 
1 



35 




SEQUENCE LISTING 



10 



15 



20 



<110> Fuso Pharmaceutical Industries Ltd. 

<120> Novel serine protease BSSP4 

<130> 661639 

<150> JP 10-347813 
<151> 1998-11-20 
<160> 48 

<210> 1 
<211> 1282 
<212> DNA 
<213> human 

<400> 1 

gee atg gtg gtt tot gga gcg ccc oca gee ctg ggt ggg ggc tgt etc ggc 51 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat gcg gcc 102 
Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 
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agg ata 
Arg lie 
-15 

5 gtg ggc 
Val Gly 

cag aag 
Gin Lys 
10 20 
gtg ate 
Val He 

ttc tct 
15 Phe Ser 

cag aag 
Gin Lys 
70 

2 0 gaa ggt 

Glu Gly 

ttc tea 
Phe Ser 
2 5 105 



-30 

cct gtt ccc eca 
Pro Val Pro Pro 

ggc gag gae age 
Gly Glu Asp Ser 
5 

aat ggg acc cae 
Asn Gly Thr His 

act get gee cac 
Thr Ala Ala His 
40 

gtg etg ctg ggg 
Val Leu Leu Gly 
55 

gtg ggt gtt gee 
Val Gly Val Ala 
75 

gcc tgt gca gac 
Ala Cys Ala Asp 
90 

gag egg gtc ctg 
Glu Arg Val Leu 



-25 

gcc tgt ggg aag 
Ala Cys Gly Lys 
-10 

act gae age gag 
Thr Asp Ser Glu 
10 

eae tgc gca ggt 
His Cys Ala Gly 
25 

tgt ttc aag gae 
Cys Phe Lys Asp 
45 

gcc tgg cag etg 
Ala Trp Gin Leu 
60 

tgg gtg gag ccc 
Trp Val Glu Pro 

att gee etg gtg 
He Ala Leu Val 
95 

ccc ate tgc eta 
Pro He Cys Leu 
110 



-20 

ccc cag cag ctg 
Pro Gin Gin Leu 
-5 

tgg ccc tgg ate 
Trp Pro Trp He 
15 

tct ctg etc ace 
Ser Leu Leu Thr 
30 

aac etg aac aaa 
Asn Leu Asn Lys 

ggg aac cct ggc 
Gly Asn Pro Gly 
65 

cae cct gtg tat 
His Pro Val Tyr 
80 

cgt etc gag cgc 
Arg Leu Glu Arg 
100 

cct gat gcc tct 
Pro Asp Ala Ser 
115 



aac egg gtt 153 
Asn Arg Val 
-1 1 
gtg age ate 204 
Val Ser He 

age cgc tgg 255 
Ser Arg Trp 
35 

cea tac etg 306 
Pro Tyr Leu 
50 

tct egg tec 357 
Ser Arg Ser 

tec tgg aag 408 
Ser Trp Lys 
85 

tee ata cag 459 
Ser He Gin 

ate cac etc 510 
He His Leu 
120 



cct cca aac acc cac tgc tgg ate tea gge tgg ggg ago ate eaa gat gga 561 

Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 

125 130 135 

gtt ccc ttg ccc cac cct cag acc ctg cag aag ctg aag gtt cct ate ate 612 

5 Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 
140 145 150 

gac teg gaa gtc tgc age eat ctg tac tgg egg gga gca gga cag gga cee 663 

Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 

155 160 165 170 

10 ate act gag gac atg ctg tgt gcc gge tac ttg gag ggg gag egg gat get 714 

He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 

175 180 185 

tgt ctg gge gac tec ggg gge ccc etc atg tgc cag gtg gac gge gcc tgg 765 

Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 

15 190 195 200 205 

ctg ctg gcc gge ate ate age tgg gge gag gge tgt gee gag egc aac agg 816 

Leu Leu Ala Gly He He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 

210 215 220 

cee ggg gtc tac ate age etc tct geg cac cge tec tgg gtg gag aag ate 867 

2 0 Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 
225 230 235 

gtg eaa ggg gtg cag etc cgc ggg cge get cag ggg ggt ggg gcc etc agg 918 

Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala Leu Arg 

240 245 250 255 

2 5 gca ccg age cag gge tct ggg gcc gee geg egc tec tagggcgcag egggacgegg974 
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Ala Pro Ser Gin Gly Ser Gly Ala Ala Ala Arg Ser 

260 265 

ggctcggatc tgaaaggcgg ccagatccac atctggatct ggatctgcgg cggcctcggg 1034 

cggtttcccc cgccgtaaat aggctcatct acctctacct ctgggggccc ggacggctgc 1094 

5 tgcggaaagg aaaccccctc cccgacccgc ccgacggcct caggccccgc cctccaaggc 1154 

atcaggcccc gcccaacggc ctcatgtccc cgcccccacg acttccggcc ccgcccccgg 1214 

gccccagcgc ttttgtgtat ataaatgtta atgattttta taggtatttg taaccctgcc 1274 

cacatatc 1282 

10 <210> 2 

<211> 317 
<212> PRT 
<213> human 

15 <400> 2 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys leu Gly 
-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 
20 -30 -25 -20 

Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 
5 10 15 

25 Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
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20 25 30 35 

Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 

40 45 50 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 
5 55 60 65 

Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 

70 75 80 85 

Glu Gly Ala Cys Ala Asp lie Ala Leu Val Arg Leu Glu Arg Ser He Gin 
90 95 100 

10 Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 

105 110 115 120 

Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 

125 130 135 

Val Pro Leii Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 
15 140 145 150 

Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 
155 160 165 170 

He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 
175 180 185 

2 0 Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 

190 195 200 205 

Leu Leu Ala Gly He He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 

210 215 220 

Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 
2 5 225 230 235 



Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala Leu Arg 
240 245 250 255 

Ala Pro Ser Gin Gly Ser Gly Ala Ala Ala Arg Ser 
260 265 

5 

<210> 3 
<211> 1007 
<212> DNA 
<213> human 

10 

<400> 3 

gcc atg gtg gtt tct gga gcg ccc cca gcc etg ggt ggg ggc tgt etc ggc 51 
Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

15 acc ttc acc tec ctg ctg ctg ctg gcg teg aca gcc ate etc aat geg gcc 102 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala Ala 

-30 -25 -20 

agg ata cct gtt ccc cca gee tgt ggg aag cce eag eag ctg aae egg gtt 153 
Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
20 -15 -10 -5 -1 1 

gtg ggc ggc gag gac age act gae age gag tgg cce tgg ate gtg age ate 204 
Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

cag aag aat ggg acc cac cac tgc gca ggt tct ctg etc ace age egc tgg 255 
2 5 Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 



20 25 30 35 

gtg ate act get gee cae tgt tte aag gae aae ctg aac aaa cca tac ctg 306 

Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 
40 45 50 

5 tte tot gtg ctg ctg ggg gcc tgg cag ctg ggg aac cct ggc tct egg tec 357 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 

55 60 65 

cag aag gtg ggt gtt gcc tgg gtg gag ccc cac cct gtg tat tec tgg aag 408 

Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 

10 70 75 80 85 

gaa ggt gee tgt gca gae att gcc ctg gtg cgt etc gag cge tee ata cag 459 

Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 

90 95 100 

tte tea gag egg gtc ctg ccc ate tgc eta cct gat gee tct ate cac etc 510 

15 Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 

105 110 115 120 

cct cca aac ace cac tgc tgg ate tea ggc tgg ggg age ate caa gat gga 561 

Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 
125 130 135 

2 0 gtt ccc ttg ccc cac cct cag ace ctg cag aag ctg aag gtt cct ate ate 612 

Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro lie He 

140 145 150 

gae teg gaa gtc tgc age cat ctg tac tgg egg gga gca gga cag gga ccc 663 

Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 

25 155 160 165 170 



ate act gag gac atg ctg tgt gcc ggc tac ttg gag ggg gag egg gat get 714 
He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 

175 180 185 

tgt ctg ggc gac tec ggg ggc ccc etc atg tgc cag gtg gac ggc gcc tgg 765 
5 Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 

190 195 200 205 

ctg ctg gcc ggc ate ate age tgg ggc gag ggc tgt gcc gag cgc aac agg 816 
Leu Leu Ala Gly lie He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 
210 215 220 

10 ccc ggg gtc tac ate age etc tet gcg cac cgc tec tgg gtg gag aag ate 867 

Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 

225 230 235 

gtg eaa ggg gtg cag etc cgc ggg cgc get cag ggg ggt ggg gcc etc agg 918 
Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala Leu Arg 
15 240 245 250 255 

gca eeg age cag ggc tet ggg gee cca gcg ett ttg tgt ata taaatgttaa 970 
Ala Pro Ser Gin Gly Ser Gly Ala Pro Ala Leu Leu Cys He 
260 265 270 

tgatttttat aggtatttgt aaccetgecc acatate 1007 



20 



<210> 4 
<211> 319 
<212> PRT 
<213> human 



25 



9 



<400> 4 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 
5 -30 -25 -20 

Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 
5 10 15 

10 Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 

20 25 30 35 

Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 

40 45 50 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 
15 55 60 65 

Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 

70 75 80 85 

Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 
90 95 100 

2 0 Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 

105 110 115 120 

Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 

125 130 135 

Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 
25 140 145 150 



r» — ^ 
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Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 
155 160 165 170 

lie Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 
175 180 185 

5 Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 

190 195 200 205 

Leu Leu Ala Gly He lie Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 

210 215 220 

Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 
10 225 230 235 

Val Gin Gly Val Gin Leu Arg Gly Arg Ala Gin Gly Gly Gly Ala Leu Arg 
240 245 250 255 

Ala Pro Ser Gin Gly Ser Gly Ala Pro Ala Leu Leu Cys He 
260 265 270 

15 

<210> 5 
<211> 1036 
<212> DNA 
<213> human 

20 

<400> 5 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg 
Met Val Val Ser Gly Ala Pro Pro Ala Leu 
-45 -40 
2 5 acc ttc acc tec ctg ctg ctg ctg gcg teg aca 



ggt ggg ggc tgt etc ggc 51 
Gly Gly Gly Cys Leu Gly 
-35 

gcc ate etc aat gcg gee 102 
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Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

agg ata cct gtt ccc cca gcc tgt ggg aag ccc cag cag ctg aac egg gtt 153 
Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
5 -15 -10 -5 -1 1 

gtg ggc ggc gag gac age act gac age gag tgg cce tgg ate gtg age ate 204 
Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

cag aag aat ggg aec eac cac tgc gca ggt tct ctg etc ace age egc tgg 255 
10 Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 

20 25 30 35 

gtg ate act get gcc cac tgt ttc aag gac aac ctg aac aaa eea tac ctg 306 
Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 
40 45 50 

15 ttc tct gtg ctg ctg ggg gee tgg eag ctg ggg aac cct ggc tct egg tec 357 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 

55 60 65 

cag aag gtg ggt gtt gcc tgg gtg gag cce eac cct gtg tat tec tgg aag 408 
Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 
2 0 70 75 80 85 

gaa ggt gcc tgt gca gac att gee ctg gtg cgt etc gag egc tee ata cag 459 
Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 

90 95 100 

ttc tea gag egg gtc ctg ccc ate tgc eta ect gat gee tct ate cac etc 510 
2 5 Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 
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105 110 115 120 

cct cca aac acc cac tgc tgg ate tea ggc tgg ggg age ate caa gat gga 561 
Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 
125 130 135 

5 gtt cce ttg ccc cac cct cag acc ctg eag aag ctg aag gtt cct ate ate 612 

Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro lie He 

140 145 150 

gac teg gaa gtc tgc age cat ctg tac tgg egg gga gea gga cag gga ccc 663 
Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 
10 155 160 165 170 

ate act gag gac atg ctg tgt gcc ggc tac ttg gag ggg gag egg gat get 714 
He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 

175 180 185 

tgt ctg ggc gac tec ggg ggc ccc etc atg tgc cag gtg gac ggc gcc tgg 765 
15 Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 

190 195 200 205 

ctg ctg gee ggc ate ate age tgg ggc gag ggc tgt gee gag cge aac agg 816 
Leu Leu Ala Gly He He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 
210 215 220 

2 0 eec ggg gtc tac ate age etc tct gcg cae cge tec tgg gtg gag aag ate 867 

Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 

225 230 235 

gtg caa ggg gtg eag etc cge ggg cge ccc egg gee cca geg ett ttg tgt 918 
Val Gin Gly Val Gin Leu Arg Gly Arg Pro Arg Ala Pro Ala Leu Leu Cys 
2 5 240 245 250 255 
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ata taaatgttaa tgatttttat aggtatttgt aaccctgccc acatatctta 971 
He 

tttattcctc caatttcaat aaattattta ttctccagaa aaaaaaaaaa aaaaaaaaaa 1031 
5 aaaaa 1036 

<210> 6 

<211> 306 

<212> PRT 

10 <213> human 

<400> 6 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

15 Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala Ala 

-30 -25 -20 

Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 
20 5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 
40 45 50 

25 Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 
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55 60 65 

Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 

70 75 80 85 

Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 
5 90 95 100 

Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 
105 110 115 120 

Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 
125 130 135 

10 Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 

140 145 150 

Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 
155 160 165 170 

He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 
15 175 180 185 

Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin Val Asp Gly Ala Trp 
190 195 200 205 

Leu Leu Ala Gly He He Ser Trp Gly Glu Gly Cys Ala Glu Arg Asn Arg 
210 215 220 

2 0 Pro Gly Val Tyr He Ser Leu Ser Ala His Arg Ser Trp Val Glu Lys He 

225 230 235 

Val Gin Gly Val Gin Leu Arg Gly Arg Pro Arg Ala Pro He Leu Leu Cys 
240 245 250 255 

He 



25 
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<210> 7 
<211> 1232 
<212> DNA 
<213> human 

5 

<400> 7 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc ggc 51 
Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

10 acc ttc acc tec ctg ctg ctg ctg gcg teg aca gee ate etc aat gcg gcc 102 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

agg ata cet gtt ccc cca gee tgt ggg aag ccc cag cag ctg aac egg gtt 153 
Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
15 -15 -10 -5 -1 1 

gtg ggc ggc gag gae age act gae age gag tgg ccc tgg ate gtg age ate 204 
Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp lie Val Ser He 

5 10 15 

cag aag aat ggg acc eac cae tge gea gga caa cct gaa caa acc ata cct 255 
20 Gin Lys Asn Gly Thr His His Cys Ala Gly Gin Pro Glu Gin Thr He Pro 

20 25 30 35 

gtt etc tgt get get ggg ggc ctg gea get ggg gaa ccc tgg etc teg gtc 306 
Val Leu Cys Ala Ala Gly Gly Leu Ala Ala Gly Glu Pro Trp Leu Ser Val 
40 45 50 

25 cca gaa ggt ggg tgt tgc ctg ggt gga gcc cca ccc tgt gta tte ctg gaa 357 
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Pro Glu Gly Gly Cys Cys Leu Gly Gly Ala Pro Pro Cys Val Phe Leu Glu 

55 60 65 

gga agg tgc ctg tgc aga cat tgc cct ggt gcg tct cga gcg etc cat aca 408 
Gly Arg Cys Leu Cys Arg His Cys Pro Gly Ala Ser Arg Ala Leu His Thr 
5 70 75 80 85 

gtt etc aga gcg ggt cct gcc cat ctg cct acc tgatgcctct atccacctcc 461 
Val Leu Arg Ala Gly Pro Ala His Leu Pro Thr 

90 95 

ctccaaacac ccactgctgg atctcaggct gggggagcat ccaagatgga gttcccttgc 521 

10 cccaccctca gaccctgcag aagctgaagg ttcctatcat cgactcggaa gtctgcagcc 581 

atctgtactg gcggggagca ggacagggac ccatcactga ggacatgctg tgtgccggct 641 

acttggaggg ggagcgggat gcttgtctgg gcgactccgg gggccccctc atgtgccagg 701 

tggacggcgc ctggctgctg gccggcatca tcagctgggg cgagggctgt gccgagcgca 761 

acaggcccgg ggtctacatc agcctctctg cgcaccgctc ctgggtggag aagatcgtgc 821 

15 aaggggtgca gctccgcggg cgcgctcagg ggggtggggc cctcagggca ccgagccagg 881 

gctctggggc cgccgcgcgc tcctagggcg cagcgggacg cggggctcgg atctgaaagg 941 

cggccagatc cacatctgga tctggatctg cggcggcctc gggcggtttc ccccgccgta 1001 

aataggctca tctacctcta cctctggggg cccggacggc tgctgcggaa aggaaacccc 1061 

ctccccgacc cgcccgacgg cctcaggccc cgccctccaa ggcatcaggc cccgcccaac 1121 

2 0 ggcctcatgt ccccgccccc acgacttccg gccccgcccc cgggccccag cgcttttgtg 1181 

tatataaatg ttaatgattt ttataggtat ttgtaaccct gcccacatat c 1232 



25 



<210> 8 
<211> 146 
<212> PRT 
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<213> human 
<400> 8 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
5 -45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -1 1 

10 Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Gly Gin Pro Glu Gin Thr He Pro 
20 25 30 35 

Val Leu Cys Ala Ala Gly Gly Leu Ala Ala Gly Glu Pro Trp Leu Ser Val 
15 40 45 50 

Pro Glu Gly Gly Cys Cys Leu Gly Gly Ala Pro Pro Cys Val Phe Leu Glu 

55 60 65 

Gly Arg Cys Leu Cys Arg His Cys Pro Gly Ala Ser Arg Ala Leu His Thr 
70 75 80 85 

20 Val Leu Arg Ala Gly Pro Ala His Leu Pro Thr 

90 95 



25 



<210> 9 
<211> 952 
<212> DNA 
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<213> human 
<400> 9 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc ggc 51 
5 Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 

-45 -40 -35 

acc ttc acc tec etg ctg ctg ctg geg teg aca gcc ate etc aat gcg gee 102 
Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala Ala 
-30 -25 -20 

10 agg ata cet gtt ecc cca gee tgt ggg aag ccc cag cag ctg aac egg gtt 153 

Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -1 1 

gtg ggc ggc gag gac age act gac age gag tgg ccc tgg ate gtg age ate 204 
Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 
15 5 10 15 

cag aag aat ggg ace cac eac tgc gca gtt ccc ttg ccc cac cet cag ace 255 
Gin Lys Asn Gly Thr His His Cys Ala Val Pro Leu Pro His Pro Gin Thr 
20 25 30 35 

ctg cag aag ctg aag gtt cet ate ate gac teg gaa gte tgc age eat ctg 306 
20 Leu Gin Lys Leu Lys Val Pro He He Asp Ser Glu Val Cys Ser His Leu 

40 45 50 

tac tgg egg gga gca gga cag gga ccc ate act gag gac atg ctg tgt gee 357 
Tyr Trp Arg Gly Ala Gly Gin Gly Pro He Thr Glu Asp Met Leu Cys Ala 
55 60 65 

25 ggc tac ttg gag ggg gag egg gat get tgt ctg ggc gac tec ggg ggc ccc 408 
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Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Gly Asp Ser Gly Gly Pro 

70 75 80 85 

etc atg tgc cag gtg gac ggc gcc tgg ctg ctg gcc ggc ate ate age tgg 459 
Leu Met Cys Gin Val Asp Gly Ala Trp Leu Leu Ala Gly He He Ser Trp 
5 90 95 100 

ggc gag ggc tgt gcc gag cgc aac agg ccc ggg gtc tac ate age etc tet 510 
Gly Glu Gly Cys Ala Glu Arg Asn Arg Pro Gly Val Tyr He Ser Leu Ser 
105 110 115 120 

gcg cac cgc tec tgg gtg gag aag ate gtg caa ggg gtg cag etc cgc ggg 561 
10 Ala His Arg Ser Trp Val Glu Lys He Val Gin Gly Val Gin Leu Arg Gly 

125 130 135 

cgc get cag ggg ggt ggg gee etc agg gca ecg age cag ggc tet ggg gee 612 
Arg Ala Gin Gly Gly Gly Ala Leu Arg Ala Pro Ser Gin Gly Ser Gly Ala 
140 145 150 

15 gee gcg cgc tec tagggcgcag cgggacgcgg ggctcggatc tgaaaggegg 664 
Ala Ala Arg Ser 
155 

ecagatccac atetggatet ggatctgegg cggccteggg eggtttccce cgeegtaaat 724 
aggetcatct aeetetacet ctgggggecc ggaeggetge tgeggaaagg aaacccccte 784 
20 cecgacccgc ccgaeggcet caggcecege ectccaagge ateaggcecc geccaaegge 844 

etcatgtece cgeeeecacg acttccggce ccgececcgg geeeeagcgc ttttgtgtat 904 
ataaatgtta atgattttta taggtatttg taaecctgcc cacatate 952 

<210> 10 



25 



<211> 207 



20 



<212> PRT 
<213> human 



<400> 10 

5 Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 

-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
10 -15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Val Pro Leu Pro His Pro Gin Thr 
20 25 30 35 

15 Leu Gin Lys Leu Lys Val Pro He He Asp Ser Glu Val Cys Ser His Leu 

40 45 50 

Tyr Trp Arg Gly Ala Gly Gin Gly Pro He Thr Glu Asp Met Leu Cys Ala 

55 60 65 

Gly Tyr Leu Glu Gly Glu Arg Asp Ala Cys Leu Gly Asp Ser Gly Gly Pro 
2 0 70 75 80 85 

Leu Met Cys Gin Val Asp Gly Ala Trp Leu Leu Ala Gly He He Ser Trp 

90 95 100 

Gly Glu Gly Cys Ala Glu Arg Asn Arg Pro Gly Val Tyr He Ser Leu Ser 
105 110 115 120 

25 Ala His Arg Ser Trp Val Glu Lys He Val Gin Gly Val Gin Leu Arg Gly 
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125 130 135 

Arg Ala Gin Gly Gly Gly Ala Leu Arg Ala Pro Ser Gin Gly Ser Gly Ala 

140 145 150 

Ala Ala Arg Ser 
5 155 



<210> 11 

<211> 1083 

<212> DNA 

10 <213> human 



<400> 11 
gcc atg gtg 
Met Val 

15 

acc ttc acc 
Thr Phe Thr 

agg ata cct 

20 Arg He Pro 
-15 

gtg ggc ggc 

Val Gly Gly 

25 cag aag aat 



gtt tct gga gcg ccc 
Val Ser Gly Ala Pro 
-45 

tec ctg ctg ctg ctg 
Ser Leu Leu Leu Leu 
-30 

gtt ccc cca gcc tgt 
Val Pro Pro Ala Cys 
-10 

gag gac age act gac 
Glu Asp Ser Thr Asp 
5 

ggg acc cac cac tgc 



cca gcc ctg ggt ggg 
Pro Ala Leu Gly Gly 
-40 

gcg teg aca gcc ate 
Ala Ser Thr Ala He 
-25 

ggg aag ccc cag cag 
Gly Lys Pro Gin Gin 
-5 

age gag tgg ccc tgg 
Ser Glu Trp Pro Trp 
10 

gca ggt tct ctg etc 



ggc tgt etc ggc 51 
Gly Cys Leu Gly 
-35 

etc aat gcg gcc 102 
Leu Asn Ala Ala 
-20 

ctg aac egg gtt 153 
Leu Asn Arg Val 
-1 1 
ate gtg age ate 204 
He Val Ser He 
15 

acc age egc tgg 255 
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Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

gtg ate act get gee cac tgt ttc aag gae aac etg aac aaa cea tac ctg 306 
Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 
5 40 45 50 

tte tot gtg ctg ctg ggg gee tgg cag ctg ggg aac cct ggc tet egg tec 357 
Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 

55 60 65 

cag aag ttc cct tgc cce ace etc aga cec tge aga age tgaaggttcc 406 

10 Gin Lys Phe Pro Cys Pro Thr Leu Arg Pro Cys Arg Ser 

70 75 80 

tatcatcgac tcggaagtct gcagccatet gtaetggcgg ggageaggae agggacecat 466 
cactgaggae atgctgtgtg ccggctactt ggagggggag cgggatgctt gtctgggcga 526 
etceggggge eccctcatgt geeaggtgga cggegcctgg etgctggccg geateateag 586 

15 ctggggcgag ggctgtgecg agegcaacag geceggggtc tacatcagcc tctctgcgea 646 

ccgctcctgg gtggagaaga tcgtgcaagg ggtgcagctc cgcgggcgcg ctcagggggg 706 
tggggecetc agggcacega gceagggctc tggggccgcc gcgcgctcct agggcgcage 766 
gggacgcggg gctcggatct gaaaggcggc cagatccaea tctggatetg gatctgcggc 826 
ggccteggge ggtttceecc geegtaaata ggetcatcta ectctacetc tgggggcccg 886 

20 gacggetgct gcggaaagga aacecectcc ccgacccgee cgaeggectc aggececgcc 946 
ctccaaggca tcaggccccg cccaacggcc tcatgtcccc gcccccacga cttecggccc 1006 
cgeceecggg ecceagcgct tttgtgtata taaatgttaa tgatttttat aggtatttgt 1066 
aaccctgccc acatatc 1083 



25 <210> 12 
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<211> 131 
<212> PRT 
<213> human 



5 <400> 12 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 
-30 -25 -20 

10 Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 

-15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
15 20 25 30 35 

Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 

40 45 50 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 
55 60 65 

20 Gin Lys Phe Pro Cys Pro Thr Leu Arg Pro Cys Arg Ser 

70 75 80 



25 



<210> 13 
<211> 723 
<212> DNA 
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<213> human 
<400> 13 

gcc atg gtg gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc ggc 51 
5 Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 

-45 -40 -35 

acc ttc acc tec ctg ctg ctg ctg gcg teg aca gee ate cte aat gcg gee 102 
Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 
-30 -25 -20 

10 agg ata cet gtt ccc cca gcc tgt ggg aag cec cag cag ctg aac egg gtt 153 

Arg He Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -11 

gtg ggc gge gag gac age act gae age gag tgg cee tgg ate gtg age ate 204 
Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 
15 5 10 15 

cag aag aat ggg acc cac eac tgc gca ggt tct ctg etc ace age cge tgg 255 
Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

gtg ate act get gcc cac tgt ttc aag gae aac ctg aac aaa cca tae ctg 306 
2 0 Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 

40 45 50 

ttc tct gtg ctg ctg ggg gcc tgg cag ctg ggg aac cet gge tct egg tee 357 
Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 
55 60 65 

2 5 cag aag gtg ggt gtt gee tgg gtg gag cee cac cet gtg tat tec tgg aag 408 
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Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 

70 75 80 85 

gaa ggt gcc tgt gca gac att gcc ctg gtg cgt etc gag cgc tec ata cag 459 
Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 
5 90 95 100 

ttc tea gag egg gtc ctg ccc ate tgc eta ect gat gee tct ate cae ete 510 
Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 
105 110 115 120 

ect eea aae acc eae tgc tgg ate tea ggc tgg ggg age ate caa gat gga 561 
10 Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 

125 130 135 

gtt ccc ttg ccc cae ect cag acc etc tec aag gca tea ggc ccc gcc caa 612 
Val Pro Leu Pro His Pro Gin Thr Leu Ser Lys Ala Ser Gly Pro Ala Gin 
140 145 150 

15 egg ect cat gtc eec gcc ccc acg act tee ggc ccc gcc ceg ggc ccc age 663 

Arg Pro His Val Pro Ala Pro Thr Thr Ser Gly Pro Ala Pro Gly Pro Ser 
155 160 165 170 

get ttt gtg tat ata aat gtt aat gat ttt tat agg tat ttg taaecctgee 715 
Ala Phe Val Tyr He Asn Val Asn Asp Phe Tyr Arg Tyr Leu 
20 175 180 185 

caeatate 



25 



<210> 14 
<211> 234 
<212> PRT 



o «s esj^^ e r, OS e ,.t. o j. 
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<213> human 



<400> 14 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 
5 -45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
-15 -10 -5 -1 1 

10 Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 
15 40 45 50 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 

55 60 65 

Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 
70 75 80 85 

20 Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 

90 95 100 

Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 
105 110 115 120 

Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 
25 125 130 135 
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Val Pro Leu Pro His Pro Gin Thr Leu Ser Lys Ala Ser Gly Pro Ala Gin 

140 145 150 

Arg Pro His Val Pro Ala Pro Thr Thr Ser Gly Pro Ala Pro Gly Pro Ser 
155 160 165 170 

Ala Phe Val Tyr He Asn Val Asn Asp Phe Tyr Arg Tyr Leu 
175 180 185 



<210> 15 
<211> 1004 
<212> DNA 
<213> human 

<400> 15 

gcc atg gtg gtt tct gga 
Met Val Val Ser Gly 
-45 

acc ttc acc tec ctg ctg 
Thr Phe Thr Ser Leu Leu 
-30 

agg ata cct gtt ccc cca 
Arg He Pro Val Pro Pro 
-15 

gtg ggc ggc gag gac age 
Val Gly Gly Glu Asp Ser 
5 



gcg cce eca gee ctg ggt 
Ala Pro Pro Ala Leu Gly 
-40 

ctg ctg gcg teg aca gee 
Leu Leu Ala Ser Thr Ala 
-25 

gcc tgt ggg aag ccc cag 
Ala Cys Gly Lys Pro Gin 
-10 -5 
act gac age gag tgg ccc 
Thr Asp Ser Glu Trp Pro 
10 



ggg ggc tgt etc ggc 51 
Gly Gly Cys Leu Gly 
-35 

ate etc aat gcg gcc 102 
He Leu Asn Ala Ala 
-20 

eag ctg aac egg gtt 153 
Gin Leu Asn Arg Val 
-1 1 

tgg ate gtg age ate 204 
Trp He Val Ser He 
15 
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cag aag aat ggg acc cac cac tgc gca ggt tct ctg etc acc age egc tgg 255 
Gin Lys Asn Gly Thr His His Gys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

gtg ate act get gcc cac tgt ttc aag gat tec ctt gee eea cce tea gac 306 
5 Val He Thr Ala Ala His Cys Phe Lys Asp Ser Leu Ala Pro Pro Ser Asp 

40 45 50 

cet gca gaa get gaa ggt tec tat cat ega etc gga agt ctg cag eea tct 357 
Pro Ala Glu Ala Glu Gly Ser Tyr His Arg Leu Gly Ser Leu Gin Pro Ser 
55 60 65 

10 gta ctg geg ggg age agg aca ggg ace cat eac tgaggacatg ctgtgtgeeg 410 

Val Leu Ala Gly Ser Arg Thr Gly Thr His His 
70 75 80 

gctacttgga gggggagcgg gatgettgte tgggegactc cgggggceec etcatgtgee 470 
aggtggaegg egectggctg ctggccggca teatcagctg gggcgagggc tgtgecgage 530 
15 gcaaeaggec eggggtctae ateagcetct ctgegcaccg ctcctgggtg gagaagatcg 590 

tgcaaggggt geagctcegc gggegegcte aggggggtgg ggccctcagg gcaecgagce 650 
agggetctgg ggecgeegcg cgctcctagg gegcageggg aegeggggct cggatctgaa 710 
aggeggccag atecaeatet ggatctggat ctgcggcggc ctegggeggt ttccccegec 770 
gtaaataggc tcatctacet ctacctetgg gggeeeggac ggctgetgcg gaaaggaaac 830 
20 cccetccecg acccgcccga cggceteagg ceccgeccte caaggcatca ggceecgcce 890 

aacggcctca tgtccccgcc cecaegactt ccggceecgc eccegggcec cagegctttt 950 
gtgtatataa atgttaatga tttttatagg tatttgtaac cetgeceaea tate 1004 



<210> 16 
25 <211> 129 
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<212> PRT 
<213> human 

<400> 16 

5 Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 

-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
10 -15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

15 Val He Thr Ala Ala His Cys Phe Lys Asp Ser Leu Ala Pro Pro Ser Asp 

40 45 50 

Pro Ala Glu Ala Glu Gly Ser Tyr His Arg Leu Gly Ser Leu Gin Pro Ser 

55 60 65 

Val Leu Ala Gly Ser Arg Thr Gly Thr His His 
2 0 70 75 80 

<210> 17 
<211> 948 
<212> DNA 
25 <213> human 
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<400> 17 

gcc atg gig gtt tct gga gcg ccc cca gcc ctg ggt ggg ggc tgt etc ggc 51 

Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 

5 -45 -40 -35 

acc ttc acc tec etg ctg ctg etg gcg teg aca gcc ate etc aat gcg gcc 102 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala lie Leu Asn Ala Ala 

-30 -25 -20 

agg ata cct gtt ccc cca gcc tgt ggg aag ccc cag cag ctg aae egg gtt 153 

10 Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 

-15 -10 -5 -1 1 

gtg ggc ggc gag gac age act gac age gag tgg ccc tgg ate gtg age ate 204 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

15 cag aag aat ggg acc cac cae tge gca ggt tct ctg etc ace age cgc tgg 255 

Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 

20 25 30 35 

gtg ate act get gcc cac tgt ttc aag gac aac ctg aac aaa cca tac etg 306 

Val lie Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 

20 40 45 50 

ttc tct gtg etg etg ggg gee tgg cag ctg ggg aac cct ggc tct egg tee 357 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 

55 60 65 

cag aaa gtg ggt gtt gcc tgg gtg gag ccc cac cct gtg tat tee tgg aag 408 

25 Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 
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70 75 80 85 

gaa ggt gcc tgt gca gac att gcc ctg gtg cgt etc gag cgc tec ata cag 459 
Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser He Gin 
90 95 100 

5 ttc tea gag egg gtc ctg eec ate tge eta ect gat gee tet ate cac etc 510 

Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 
105 110 115 120 

ect cca aac acc cac tgc tgg ate tea ggc tgg ggg age ate caa gat gga 561 
Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 
10 125 130 135 

gtt ccc ttg ccc cac ect cag acc ctg cag aag ctg aag gtt cet ate ate 612 
Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 

140 145 -150 

gac teg gaa gtc tgc age eat ctg tac tgg egg gga gca gga cag gga ccc 663 
15 Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 

155 160 165 170 

ate act gag gac atg ctg tgt gee ggc tac ttg gag ggg gag egg gat get 714 
He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 
175 180 185 

20 tgt ctg gtg age tee etc gag ccc ccc ace cet ggc cag gag ggc etc ggg 765 

Cys Leu Val Ser Ser Leu Glu Pro Pro Thr Pro Gly Gin Glu Gly Leu Gly 
190 195 200 205 

aag gag cca geg tea gtc ctg tee cca ctg age cee aca acc tet ccc tgg 816 
Lys Glu Pro Ala Ser Val Leu Ser Pro Leu Ser Pro Thr Thr Ser Pro Trp 
25 210 215 220 
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cct cct ccc cag aac tgg ctg tgc ctg aca gtc ccg ggt ccc cat aga acc 867 
Pro Pro Pro Gin Asn Trp Leu Cys Leu Thr Val Pro Gly Pro His Arg Thr 

225 230 235 

age etc age ctg get cag cea etc act tat ttg ttc aga cat taaactggge 919 
5 Ser Leu Ser Leu Ala Gin Pro Leu Thr Tyr Leu Phe Arg His 
240 245 250 

948 

atcccagctg caaaaaaaaa aaaaaaaaa 

<210> 18 
10 <211> 302 
<212> PRT 
<213> human 

<400> 18 

15 Met Val Val Ser Gly Ala Pro Pro Ala Leu Gly Gly Gly Cys Leu Gly 

-45 -40 -35 

Thr Phe Thr Ser Leu Leu Leu Leu Ala Ser Thr Ala He Leu Asn Ala Ala 

-30 -25 -20 

Arg lie Pro Val Pro Pro Ala Cys Gly Lys Pro Gin Gin Leu Asn Arg Val 
20 -15 -10 -5 -1 1 

Val Gly Gly Glu Asp Ser Thr Asp Ser Glu Trp Pro Trp He Val Ser He 

5 10 15 

Gin Lys Asn Gly Thr His His Cys Ala Gly Ser Leu Leu Thr Ser Arg Trp 
20 25 30 35 

25 Val He Thr Ala Ala His Cys Phe Lys Asp Asn Leu Asn Lys Pro Tyr Leu 
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40 45 50 

Phe Ser Val Leu Leu Gly Ala Trp Gin Leu Gly Asn Pro Gly Ser Arg Ser 

55 60 65 

Gin Lys Val Gly Val Ala Trp Val Glu Pro His Pro Val Tyr Ser Trp Lys 
5 70 75 80 85 

Glu Gly Ala Cys Ala Asp He Ala Leu Val Arg Leu Glu Arg Ser lie Gin 

90 95 100 

Phe Ser Glu Arg Val Leu Pro He Cys Leu Pro Asp Ala Ser He His Leu 
105 110 115 120 

10 Pro Pro Asn Thr His Cys Trp He Ser Gly Trp Gly Ser He Gin Asp Gly 

125 130 135 

Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu Lys Val Pro He He 

140 145 150 

Asp Ser Glu Val Cys Ser His Leu Tyr Trp Arg Gly Ala Gly Gin Gly Pro 
15 155 160 165 170 

He Thr Glu Asp Met Leu Cys Ala Gly Tyr Leu Glu Gly Glu Arg Asp Ala 

175 180 185 

Cys Leu Val Ser Ser Leu Glu Pro Pro Thr Pro Gly Gin Glu Gly Leu Gly 
190 195 200 205 

20 Lys Glu Pro Ala Ser Val Leu Ser Pro Leu Ser Pro Thr Thr Ser Pro Trp 

210 215 220 

Pro Pro Pro Gin Asn Trp Leu Cys Leu Thr Val Pro Gly Pro His Arg Thr 

225 230 235 

Ser Leu Ser Leu Ala Gin Pro Leu Thr Tyr Leu Phe Arg His 
25 240 245 250 
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<210> 19 
<211> 1322 
<212> DNA 
5 <213> mouse 



<400> 19 

cctgccagtc tcaagcaaca cagcccttag gtcctttgag ccggccagca gccttgctgg 60 
gtctccaccc ataccagca atg atg ate tec aga eet cce cca gca ctg ggt 112 
10 Met Met He Ser Arg Pro Pro Pro Ala Leu Gly 

-45 -40 
ggg gac cag tte age ate tta ate ctt etg gtg etg ctg act tec aca get 163 
Gly Asp Gin Phe Ser lie Leu He Leu Leu Val Leu Leu Thr Ser Thr Ala 
-35 -30 -25 

15 ece ate agt get gee ace ate ega gtg tec cca gac tgt ggg aag ect cag 214 

Pro He Ser Ala Ala Thr He Arg Val Ser Pro Asp Cys Gly Lys Pro Gin 
-20 -15 -10 -5 

cag ctg aae egg att gtg gga ggt gag gae age atg gat gee cag tgg ccc 265 
Gin Leu Asn Arg He Val Gly Gly Glu Asp Ser Met Asp Ala Gin Trp Pro 
20 -11 5 10 

tgg att gtt age ate etc aag aat ggc tec cac eac tgt gca ggc tec ctg 316 
Trp He Val Ser He Leu Lys Asn Gly Ser His His Cys Ala Gly Ser Leu 
15 20 25 30 

etc ace aac cgc tgg gtg gte aea gee gcg cac tge ttt aag age aat atg 367 
2 5 Leu Thr Asn Arg Trp Val Val Thr Ala Ala His Cys Phe Lys Ser Asn Met 
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35 40 45 

gac aaa cca tct ctg ttc tea gta ttg ttg ggg gcc tgg aag ctg ggg age 418 

Asp Lys Pro Ser Leu Phe Ser Val Leu Leu Gly Ala Trp Lys Leu Gly Ser 
50 55 60 

5 cca ggc cca agg tee cag aaa gta ggc att get tgg gtg ctg cct eae cee 469 

Pro Gly Pro Arg Ser Gin Lys Val Gly lie Ala Trp Val Leu Pro His Pro 

65 70 75 80 

agg tat tct tgg aag gag gga ace cat gca gac att gcc ctg gtg cgc ctg 520 

Arg Tyr Ser Trp Lys Glu Gly Thr His Ala Asp lie Ala Leu Val Arg Leu 

10 85 90 95 

gaa eae tec ate cag ttc tct gag egg ate ctg cee ate tgc eta cct gac 571 

Glu His Ser He Gin Phe Ser Glu Arg He Leu Pro He Cys Leu Pro Asp 

100 105 110 115 

tec tct gtc cgt etc cct ece aag ace gac tgc tgg att gee ggc tgg gga 622 

15 Ser Ser Val Arg Leu Pro Pro Lys Thr Asp Cys Trp He Ala Gly Trp Gly 

120 125 130 

age ate cag gat gga gtg ccc ctg ece eae cct cag ace ett cag aag ctg 673 

Ser He Gin Asp Gly Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu 
135 140 145 
20 aag gtg cee ate ate gac tec gaa etc tgc aaa age ttg tac tgg egg gga 724 
Lys Val Pro He He Asp Ser Glu Leu Cys Lys Ser Leu Tyr Trp Arg Gly 

150 155 160 165 

gcc ggt cag gaa gcc ate acg gag ggc atg ctg tgt get ggt tac ctg gaa 775 
Ala Gly Gin Glu Ala He Thr Glu Gly Met Leu Cys Ala Gly Tyr Leu Glu 

25 170 175 180 
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ggg gag egg gat get tgt ctg ggc gac tct ggg ggt ccc ctg atg tgc cag 826 
Gly Glu Arg Asp Ala Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin 
185 190 195 200 

gtg gat gac cac tgg eta ctg act ggc ata ate age tgg gga gag ggc tgc 877 
Val Asp Asp His Trp Leu Leu Thr Gly lie lie Ser Trp Gly Glu Gly Cys 

205 210 215 

gga gcg eaa ceg gee egg tgt gta cac cag cct cet age tea ccg etc ctg 928 
Gly Ala Gin Pro Ala Arg Cys Val His Gin Pro Pro Ser Ser Pro Leu Leu 

220 225 230 

ggt gea aag gat cgt tea agg ggt gca get gcg egg gta ctt ggc gga cag 979 
Gly Ala Lys Asp Arg Ser Arg Gly Ala Ala Ala Arg Val Leu Gly Gly Gin 
235 240 245 250 

tgg gga cac agg aag etc eta ate taggatctga agatgagcag cctcctgcaa 1033 
Trp Gly His Arg Lys Leu Leu lie 
255 

ttctctctgc tgtaaatatg tettetaeet ccggggggcg eecgcggcct gagcgagaga 1093 
acaaggaagt tetggaaeeg eeeaeataga ggatccgcce ctcaategag gaetctgtgt 1153 
gtgtgtgtgt gtgtgtgtgt gtgtgtgcct ctgtgtgcgt gtgtatgegc gcgcacgtgc 1213 
gcgcgagagc aatgattttt ttttttaeag ttataegtaa ecatgcceae atatttatte 1273 
cagtttcaat aaattattta ttcttaaaaa aaaaaaaaaa aaaaaaaaa 1322 

<210> 20 
<211> 308 
<212> PRT 
<213> mouse 
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<400> 20 

Met Met He Ser Arg Pro Pro Pro Ala Leu Gly 
-45 -40 
5 Gly Asp Gin Phe Ser He Leu He Leu Leu Val Leu Leu Thr Ser Thr Ala 

-35 -30 -25 

Pro He Ser Ala Ala Thr He Arg Val Ser Pro Asp Cys Gly Lys Pro Gin 
-20 -15 -10 -5 

Gin Leu Asn Arg He Val Gly Gly Glu Asp Ser Met Asp Ala Gin Trp Pro 
10 -11 5 10 

Trp He Val Ser He Leu Lys Asn Gly Ser His His Cys Ala Gly Ser Leu 
15 20 25 30 

Leu Thr Asn Arg Trp Val Val Thr Ala Ala His Cys Phe Lys Ser Asn Met 
35 40 45 

15 Asp Lys Pro Ser Leu Phe Ser Val Leu Leu Gly Ala Trp Lys Leu Gly Ser 

50 55 60 

Pro Gly Pro Arg Ser Gin Lys Val Gly He Ala Trp Val Leu Pro His Pro 

65 70 75 80 

Arg Tyr Ser Trp Lys Glu Gly Thr His Ala Asp He Ala Leu Val Arg Leu 
2 0 85 90 95 

Glu His Ser He Gin Phe Ser Glu Arg He Leu Pro He Cys Leu Pro Asp 
100 105 110 115 

Ser Ser Val Arg Leu Pro Pro Lys Thr Asp Cys Trp He Ala Gly Trp Gly 
120 125 130 

2 5 Ser He Gin Asp Gly Val Pro Leu Pro His Pro Gin Thr Leu Gin Lys Leu 



38 

135 140 145 

Lys Val Pro He He Asp Ser Glu Leu Cys Lys Ser Leu Tyr Trp Arg Gly 
150 155 160 165 

Ala Gly Gin Glu Ala lie Thr Glu Gly Met Leu Cys Ala Gly Tyr Leu Glu 
5 170 175 180 

Gly Glu Arg Asp Ala Cys Leu Gly Asp Ser Gly Gly Pro Leu Met Cys Gin 
185 190 195 200 

Val Asp Asp His Trp Leu Leu Thr Gly He He Ser Trp Gly Glu Gly Cys 
205 210 215 

10 Gly Ala Gin Pro Ala Arg Cys Val His Gin Pro Pro Ser Ser Pro Leu Leu 
220 225 230 

Gly Ala Lys Asp Arg Ser Arg Gly Ala Ala Ala Arg Val Leu Gly Gly Gin 
235 240 245 250 

Trp Gly His Arg Lys Leu Leu He 
15 255 

<210> 21 
<211> 99 
<212> DNA 
2 0 <213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pSecTrypHis 
<400> 21 



25 



aagcttggct agcaacacca tgaatctact cctgatcctt acctttgttg ctgctgctgt 60 




tgctgccccc tttgacgacg atgacaagga tccgaattc 



99 



<210> 22 



<211> 99 



5 <212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pSecTrypHis 
10 <400> 22 

gaattcggat ccttgtcatc gtcgtcaaag ggggcagcaa cagcagcagc aacaaaggta 60 
aggatcagga gtagattcat ggtgttgcta gccaagctt 99 

<210> 23 
15 <211> 15 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify neuros in-encoding sequence 



<400> 23 



ttggtgcatg gcgga 



<210> 24 



25 



<211> 27 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer 

5 

<400> 24 

tcctcgagac ttggcctgaa tggtttt 

<210> 25 

10 <211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer 
15 pSecTrypHis/Neurosin 

<400> 25 

gcgctagcag atctccatga atctactcct gatcc 

20 <210> 26 

<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

25 <223> Designed oligonucleotide primer 



40 



to amplify neurosin-encoding sequence 



27 



to amplify a portion of plasmid 



35 



to amplify a portion of plasmid 
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pSecTrypHis/Neurosin 
<400> 26 

tgaagcttgc catggaccaa cttgtcatc 29 

<210> 27 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid pTrypHis 
<400> 27 

ccaagcttca ccatcaccat caccat 26 

<210> 28 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid 
pTrypSigTag 

<400> 28 



gcacagtcga ggctgat 



17 
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<210> 29 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify a portion of plasmid 
pFBTrypSigTag 

<400> 29 

caaatgtggt atggctg 1^ 

<210> 30 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify conserved region of serin 

proteases-encoding sequence 

<220> 

<221> UNSURE 
<222> 9. 12 

<223> n is a, c, g or t. 



<400> 30 



43 

gtgctcacng cngcbcaytg 20 

<210> 31 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer to amplify conserved region of serin 

proteases-encoding sequence 

<220> 

<221> UNSURE 
<222> 12, 15 
<223> n is a, c, g or t. 

<400> 31 

ccvctrwsdc cnccnggcga 20 

<210> 32 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4Fl for RACE for human 
BSSP4 (forward) 





<400> 32 



aggttcctat catcgactcg 



20 



<210> 33 



5 



<211> 21 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4F2 for RACE for human 



<400> 33 

tgaggacatg ctgtgtgccg g 21 

15 <210> 34 

<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

20 <223> Designed oligonucleotide primer designated as hBSSP4F3 to amplify mature 

human BSSP4-encoding region (forward) 

<400> 34 

gttgtgggcg gcgaggacag 20 



10 



BSSP4 (forward) 



25 




45 

<210> 35 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
5 <220> 

<223> Designed oligonucleotide primer designated as hBSSP4F6 to amplify full- 
length human BSSP4-encoding mRNA (forward) 

<400> 35 

10 gccatggtgg tttctggagc 20 

<210> 36 
<211> 21 
<212> DNA 
15 <213> Artificial Sequence 

<220> 

<223> Designed oligonucleotide primer designated as hBSSP4Rl for RACE for human 
BSSP4 (reverse) 

2 0 <400> 36 

tatggtttgt tcaggttgtc c 21 



25 



<210> 37 
<211> 20 
<212> DNA 



46 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4R2 for RACE for human 
BSSP4 (reverse) 

5 

<400> 37 

agggcaatgt ctgcacaggc 20 

<210> 38 
10 <211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as hBSSP4R3/E to amplify full- 
15 length human BSSP4-encoding mRNA (reverse) 

<400> 38 

ctgaattcct aggagcgcgc ggcggcc 27 

2 0 <210> 39 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

25 <223> Designed oligonucleotide primer designated as hBSSP4R4/E to amplify full- 
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length human BSSP4-encoding mRNA (reverse) 



<400> 39 

gagaattcga tatgtgggca gggttaca 

5 

<210> 40 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
10 <220> 

<223> Designed oligonucleotide primer 
BSSP4 (forward) 



28 



designated as roBSSP4. 1 for RACE for mouse 



<400> 40 
15 acaaaccatc tctgttctca g 

<210> 41 
<211> 20 
<212> DNA 
20 <213> Artificial Sequence 

<220> 

<223> Designed oligonucleotide primer 
BSSP4 (forward) 



21 



designated as mBSSP4F2 for RACE for mouse 



25 



<400> 41 



# 



48 



gtcccagaaa gtaggcattg 



20 



<210> 42 



<211> 20 



5 <212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4F3 to amplify full- 
length mouse BSSP4-encoding mRNA (forward) 



<210> 43 
15 <211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4F4 to amplify mature 
20 mouse BSSP4-encoding region (forward) 



10 



<400> 42 



ctccacccat accagcaatg 



20 



<400> 43 



attgtgggag gtgaggacag 



20 



25 



<210> 44 



49 



<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as niBSSP4. 2 for RACE for mouse 
BSSP4 (reverse) 



<210> 45 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide primer designated as mBSSP4R2 for RACE for mouse 
BSSP4 (reverse) 



<400> 44 



tgcagagttc ggagtcgatg 



20 



<400> 45 



atccagcagt cggtcttggg 



20 



<210> 46 



<211> 30 



<212> DNA 



<213> Artificial Sequence 




50 



<220> 

<223> Designed oligonucleotide primer designated as mBSSP4R3/P to amplify full- 
length mouse BSSP4-encoding mRNA (reverse) 



<210> 47 
<211> 117 
10 <212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pTrypHis 
15 <400> 47 

AAGCTTGGCT AGCAACACCA TGAATCTACT CaGATCCTT ACCTTTGTTG CTGCTGCTGT 60 
TGCTGCCCCC TTTCACCATC ACCATCACCA TGACGACGAT GACAAGGATC CGAATTC 117 

<210> 48 
20 <211> 117 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Designed oligonucleotide to construct plasmid pTrypHis 



5 



<400> 46 



attctgcagt tccttgttct ctcgctcagg 



30 



25 



51 



<400> 48 

GAATTCGGAT CCTTGTCATC GTCGTCATGG TGATGGTGAT GGTGAAAGGG GGCAGCAACA 60 
GCAGCAGCAA CAAAGGTAAG GATCAGGAGT AGATTCATGG TGTTGCTAGC CAAGCTT 117 



10 



